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Figures lA-M 

>CEGP1 intron 1, 1566 bases 

GTGAGTGTCCGGCCGCGGGGGCGCACCTGGCAGAGCAGGCAGGGCCAGGA 
AGAGTGTTTAGGTCCCCGGCGGAGTCCAGAGCCGGGCGCGCGGGGCTCGG 
GGCTGGCGGCTGCAGCTCCGCGGGGGCCTCTGCTCCCCCCGGGACCTCAC 
CCGCCGGCCGGGCCAAGGCGCCACGACCGCTGGGGCCCTGAGTCCTTCGG 
CCCGGCCTCGGACCCGGAGCTGCTGACGGTTCCCGCCCCGGTCCGGATGC 
CTCCAGAGCGCCTGCTAGTCAGACCGTCGCCGGCGAGCAGGCAGGAGGGT 
GCGGACCCTGGCCTTGGGGTCCCGCGCCTCAGCGTAGGCGGGGAAACTGA 
GGGCCGGGCCGGGCACATCCGCGAGGCGGTGGCAGCTTTGCCGTTTCTTT 

CTTTGGGGGCCGGCAAGTTCTGCTGATGGCTTCGGGGTGGGCTCCAGAGA 

CTTTTCTGTCAGCGGAACAGCGCCTGTTCCGATCTGGGAArTACCCTGAA I MGB-CI 

GCAGCAACAAGCCTAGGTTTTCAGCAGAGAACrTTGGTTTCCAGAGAGGA I — I— 

CTCTGGACGTGCTGTGCTTACTGGACTTGCAATACTTTCAAAATGCTTTT 
GTTTTTAATTAATATCCTGGAGTAGTGTCAACCCAGGAAATACTTCTGCC 
AAGGCGGGTTTCCAGGTTGAGAGGATGGGCAGGGGTGGGAGTGCAGGGGG 
CCGGCCATGGGGACACCATCCCCGCTTCGCAGCATCTGAGAGCCCTGGAT 

GACATCTGCTCCGATCCCGGGGCAGACTTCCCATAAATACTCTAAACCAG FIG.IA 

CNNNNNNNNNNNNNNNNNNNNlSn^NNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNN^INNNN^ 

NNNNNNNNNNNNNNNNNNNNNN^^S^NNNNN^^ 

N1^NNNNNNNNNNNNNNNNNNN1W^^^CTCTG^^ 

AGACAGCTGCTTGGTGTTCAGAGCTTGTCTGTCCGTTTGGTCCTTTCCTC 

CTTTAGCGGGCATGTAGGTACTATTNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNN^^^NNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNimNNNNNNNNNNNNNNNNNNNNNNNNN^ 

^fNNNNNNNNNNNNNNNNNNNNNNNNNNNN^^^ 

NNNNNNNNNNNNNNNNNNNNN^mNNl^NNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN>^^ 

NNNNNNNNNNNNNNNNN^mNNN]^NNNNNNNNNN^^^ 

NNNNNNNNNNNNNNNNNNNNN^^^NNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNCACATGGCCTGGGAGCCTGTACCAGGTGTCAG 

CTGTGCTCTTTTGCAG (SEQ ID NO. : 1) 




>CEGP1 intron 4, 4 985 bases 

GTACCTCTGCCCAGCTGTGGATGGGGGCAGAGCCACATCTGAGACCCTCT 

CCCTTGCACGCGCACACACACACTGACTCTAGNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNN^JNNNN^n^NNNNNNNNNNNN^mNNNNNNNNNNNNNNNl^N^^ 

NN^mNNNNNNNNNNNNNN^mNNNNNNNNNNNNNNN^mNNNNNNNNNNNNN 

NNNATCTTTACATAGAATACATTTCAAACATGACTAGATGTCTCAGGAGC 

AATATAGTGGATGATCTGCCAAGTTTTTC AAAAAGGTGCTGAAAACCACA FIG. 1 B 

GCACCAGTATGAGCCTGCTCCCTGCTCTGGGTGGGTAGGGAGGAGGCTGG 

ATCCTTCCCATGCAGACTTTCAATGAAGTGCCCTGTTTTCAGCCCCAAGC 

TAGATCCGGCCCTTCCATGTTTTGCATTTTTGAGCTCCGAGGGGCAGAAG 

GGCTCCCTCCCTGGACTTTCCGTGCTGTGGTTTCCTTCGCCTACGTCACC 

ATTTATCATTCCTCTGTAAATTTGCCGGAAACTCTTCTCTTCTGATGTCC 

TTCTCTTCATTCTCTTTGCTTTGAGTTTATACCTTTTTTCATTCCTCTGT 

TACTTAGTAGATTCTTGAGAGGAAGGGGCATTAAGTACATGTGGCCAATC 

AGTTATTTTTAACTGAATGTCATCCTTTTAACTCTTCCCTGCTCTTTCTT 

AAGCTAAAGAGTCACATTTTGGTGGCTGTGTTCCTCTTGGAGTTGCATCT 

GCCTATTTTTAGGGGAAGTGCCCTAAATACTAGCCTATTAACCCCTTTGG 

CCATGTGCTGCTTATTCTTTCCCATTACTTAAGAATGAGGTCATTTTAAT 

TTCTTCTACTATTTAATCACAAATTTATAGATTGTTTTAATCCTGGTCTT 

GGTAACTTTTCAAGGGTTTCTTCATGGAAGATGATTTTTGTCTCATTTTC 



CAAGGATGGCAGCTCACACCTTATACTTAACTAGAATACCTGTTTGGGTA 

CCAAGAAAAATTGTCAGAGGAACCCCCAGGGGCCAATGGGTTTGATGGCT 

ATCATCACCCAGAGCCTGCTCATTCTCAGCGTTTGGGGCGGGGAAGTCAC 

ACATACTGGCTTTGATCAGGCAGATTTCCTATCTTGTGCCAGGTGTGGCC 

CTTGATAAAGTAGCAGTTGGGTTTCATTTTCCTGCCAGGTTCTCTGGGGT 

CATTGGTGTGCCCTGCACTCTTGTCCAATGTAGGCCAAATTCGAGATGGG 

AATGAATTAGGAGGCCAGTGGCACAGAGTGATCCGAATCTCAGGGCATCT 

CTCCTTTTGATTGCTCAAAGCTGCTTCCTGGGAAGTCACTTTGGCTTCCT 

CTGCAGGTGGCTGGGGAGGGATGTGGGAACTGCAGGTTAAAGCCATCGCT 

TGAGCCCTCACGGTCTGGGTCCCACCCAGTTACAAAGCAGCTGGTAGCGA 

TTAAGATCACCTCTTATCCCTGTACTTCCAGAGCCCTGGCTCAGCCCCAC 

TCTCCCCTCCTGCAAGCCCCCGGACTGATTAGAGACACAGGCTCCTCATA 

CCAGAAGCAAATACAAATGCAGTTCCTTTCTGCAAACTGTGTTTTCTAAA 

TTTTCTACAATTCAGACATTCTTGGATCCCCTAAAGAGTATTTGAAGTGA 

ACATTTTTGTCTGGAACTAAAACCAAAATCTAAGAATTTGCGTTGTGGTC 

TGGAAGTGCTCTCTGTGATTTTCTGTTGTGTTTCAACCTGATTGCTTGGC 

AAATTCATGGGAGTGTCAGCCAACAGATTATAGCAATTGGTAACGGAGAA 

CCTTTGCATCCTAGGGTTTTGATTCTTCAAATAGAACAGCCTGTAAAAAG 

TTTTCTTCTAGGATTTCCTCTCTGATATGCACATTAAACTCTATGAAACT 

GTAGGCTTAAAAACCCACAGTGGTNNNNNNNNNNNNNN^ 

NNNNNNNNIJNNimNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNN]mJNNNNNNNN^^^ 

NNNNNNNNNNNNNNNNNNNNNNNl^ 

NNNNNNNNNNNNNNNNNNNNNIWNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

AGTGGATACCTTCAAAGTGATTAAAAGAAGGTAACACAGGAAGCTAGTAT 
'TTTCTATTGCTGTTGTTTTTAATAATTATTTACCAAATGTTCTTTAATAT 
AGGGCATCATAATCATTGACTCTGAGGGAAAGCTCAAGATACTGNNNNNN 
NNNNNNNNNlSnsnraNNN^ 
NNNNNNNNNNNNNNNNNNNNNNNN^ 

NCCCGGCCCGCCTTTGTTCCTATTCATGGGTGCTCAGGCTCTCAGAATGA 
GCACTCCTCTTTTGTTTTGTGTGTTCTGAGAATATTTAGATGGTGTACTG 
ATGCCTTTTCAGGGCAACAGGGAAGGTGTCAGGGTGGCAAAGTGGAGGCT 
GTGCTTTCAGCAGGACCTGTTACCCGTTTTATGTCATGTTTTCCTCCCAA 
TTCACAAGGCATATTTTTGTTTGGTTTCCAGAAATAATCTTCAGTGGAGC 
CCTGATCTTGGGGTGCACCAGAATGGGGGATTTCCAATGTTTCTGAGCTG 
TTTCCCTTCTGGTGAACGAACCATCCTGGACGTGACAACCAGACCAATTT 
TGGAAAGAGCTAGGGCCATTTGCTGGGCTGCCTAGTTTGGAACAGATTAA 
TCTGCTCACCCCAGCAGTGGTCTTGCATTAAGTCAGAGTGCTACAAAGGC 
TTTGAGGTCACTTCTTGAAAAGCTGTCAGCGTTTCCAGAGCCATTTAAGT 
CTCTATTATGTCTTGGTAACTTCAGGTGTAGCTTGATGTGGTAGGACATT 
AGGTGGTAGGTTCTCTGTGTATCACAATGGCATCTGGCATACAGGCATTC 
TTACGAAATATTTCTTGTGTAGGTGAATTACTCTGAGGCAGTAAAGGTCA 
CTTTGCAAATGTCTTAACAGTCTTGTAAACAGAGTGAAAAAGCAGCAGCA 
GCTGGCCTGTTTGGGAGTGTACTTTCCAGGTGTTCCTGCCCCCATTTCTT 
GGGCAGTATTATATTTACCCCCGAGCACTAGTTACTTCCCATGCTCGGCT 
GACCCAAGGACAAACACAACGCTTTCTGGGCCTTCTCAGACAGGACACTG 
CTTCTAGAGGCAGCTGTCACCTCCCGCGCCATCTCAGTACTGGGGTGCAA 
ATCACATCTTCGGAATTACCAGCCAGAGCAAGAGAAAGCTTTCCACCAAT 
CCAGTGCAAGTCTCTTTCTGTGTTAATTGACAGCCACCCTTGGCATGGAT 
GAATGAATCCCAGCAACCAGCAGACTGAGTGCTGGAGTGCAGGCAGCTCA 
TAACTGTCAGGCAAAAGAGCAAGAGGGTTTTAAGAGAGACTCCAGAAAGT 
ATGGGATATATTAACCCTTGCACTGTCTTCTGGAATAGGAATGACATCTG 
TTTGTATTAAAACAATTGTTCCGTTTAAGCACAGTTTGACAGCTCTGGAG 
TGGGAGCTGGAGAGAGAACTTTGACTTCACTAGAACCTGTTGGCTAAGGT 
TTTAGGGGCACAATATAGAAGGGTGTTGGATTCTAGAGAAGTGAAAC3CAA 
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CCTTTTTGTACTCGTGTTGAAAACAGTGCCCTACTAGTATTAGAGTGTCT 
CATTGATAGAGAGCCAATGACAACCAAGTCCCTACTCTCAGAGATGTTTT 
AGAGTTACATTGCACGAATGCAAAGAAGCAACATAGGAACAGGTAATTAA 
TAATAAAGTATAAACTGAGCAGATGTCTTGAAAGTATTCTAGGGTATGAA 
AAGAATTCCTTCAGGATGCTGGTAGGCAGCAGGATCTCAAAGAATTAGTT 
TTGAGATGAGGCAGAATGCTGGTAAACCACACGGGCAGTTACCTTGCTGT 
GCCCCCTCATTTAGATGTGTGCCGAGCCCTGCAAGAACAGAAGCAGCTGT 
TCCCCTTCCCACCATCATACTACAAGGTTAAGCCTAATCAGAATTTACTG 
TATACCTCAAAAAAATTGTACAGCAGCTACCACACACGAGCACANNNNNN 
NNNNNNNNNNNNNNNNNNNNN^^ 

mGTTCTTGTTGCTGTTGCTGTGTGATGCTGTCAGAGGCTTATGCCCTGA 
GGGAGGGATCAAGGGAGTGGCTGAGGGTGGTCACAGAAGACAGATTCCGG 
GGCATGTGGCCCGTACGAGGATGCCAAAATGCCACAGTCACACTCACCTC 
AGAAGGGTGGGATTGGTGGGGGCAGAGAGGGGCGTTGAAATGTTTTGAAA 
ATTATCTTCAAGAGTATGTGAAAAAATTGAGAATCTTGATCATTCTATCT 
GAACATTTTCTTAGGAGGATTCTCCTTTTCTCTTTACATTCTTGATCAGC 
TCTTGGGTAAAGACATGGCAGA6ATAAGAGCGTGAGTACCAGTTCCTGGG 
GTCAGCAGGCTCTGATCCTGCATGCAATAGAGAGCTCCAGTGTATTGGGA 
AGGCTCCCAACTCGTTAGGAGAGTTGAGACATCGTATCTCTTGGGTGACA 
GAATAAATTTTTCATGTCTATTAATTGGCCTAGGTTGACTTTAATGACAT 
ATACTTTTCAAATGTGGGGCTGATGGAGACCTAAGCAGACAGATCTGTGG 
GCCACCCCTTAGCCCTTTGCCGCTCTCCCAGGGCTCAGGATTCTGACCAC 
AGCCTAGTCACCTGTCGCACACTGCTGTTTTTCAG (SEQ ID NO.: 2) 



MGB-CEGPl intS.l 



>CEGP1 intron 5, 2556 bases 

GTAAGTATGGGCCAGTGCACACCTGCCATGGGAACCGTCGTATTCCACAG 
GCTGCCTTCTGTGGCCCAGCTCAGAAGCACCACCTCATGGCACGGCTGCA 
GCAGCAGGGAAGGCAGTTAGCACGGGATACCGACCTCTACCAAGTACTTG 
TTCACTGCAGAAGGGTGGTCTCCCTTAGGGAAGGGAAATGATATTTTAAA 
AAGGAACTCATCAGGAGGAAATGAAATTCAGGAGTAAGGAGTGTGAATGT 
TGGGGGGCAGTTCTCCCTGTTCCCACAGAATAAAACCAAATGTCCTCATC 
TGGCAATCACAGCTCTTTGCCACCAGGTCCTGCTTCCCCTATAAACCTCA 
TCTGCCTCCTTTCCGCAGACACTACTCCCCTTGCCTTTGGAGAACAGCCC 
iZLZiATCCrTTGATGCCTCCAGGCCTTTCCCAAGCCCTCCTGCCTTCCTGGC 
GTGGTGGACTCTCACTCAACCTTCAATATTCTGTTTAACTTCTAATAAGG 
ATAAGCNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNimNNNNNNNNNNNNNNN^ 
NNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNl^ FIG. IC 

NNNNNNNNNNNNNNNNmNNNNNNNN^ 

CTGCTATCAGAAGCCTCCTGGGTGCTTCAGACAGGGCAGCCATCTTGTAC 
TTTGGCTCCCACAGCACTTTCCTCAGCTGTATAGCTCTGGGTTGACTTGT 
GTGTTGATGTGTCTGTCTCCCCAGGTATGAGCCCCCTCCAAGTCAGGGAC 
CTTGCCTCATTTTTCCTCTCAGTCCTCCCCTGGTACCTGCTATGGGATAT 
GCTCAGTACACTTGTGTTTAATGAGTGGGTAAATGGGTGGCCTACACCAT 
CGGGCCGCAGCTCCTGCACCACGATTGTAGTAACAAAACTCCACCTGGGA 
ACAGGAAACCACTGGCAATTCATGGTGTTCCTAAACCACGATTTATGCCA 
GGGGAAGCACTGAGGAGTTCCCTTTAGGAACCTTCCCAAAGCCATGGACA 
GAAGACCCCTGCCATTTGGTGGGGATGGTGGTTTATGGTGAGTAGGAGAT 
GAGGGGACAGTTTCACTGGTGAGGGACTTCTCTCCATTGTCTCCCTCACA 
AAGCAGACTGCCACCCCAAAGCTGTCCAAGCCAAGGCTGGTGCCACCATC 
ACACTCAAGCAACAGGTTCTGACATGCTCTTAGGGCCCCTCGAAGTCAGG 
CTGTCCCTGAGGGCTTCCAGTGAGCTAGCAGAGTGGAGACCATTTTCCCA 
CCTCCAGATCTTCGGAAGGAAGACCCAGACCCTCCAAGACTCACCTGCGG 
GGCGAGACCCTCAACATTTCATAGTCTTTCAGGGAACAGTTGCTGAAGGG 
GGCGGGGGGGTGGGCACCTGTAAGCTTGTTTTTAAAGATTTTAAATGTCT 



MGB-CEGPl int4.1 
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TTAAGATATCACTGCTCAAATAATATTGTTCTGNNNNNNNNNNNN^^ 
NNNNNNNNNNNNNNNNNNNNNl^^ 

nnnnnnnnnnnnnnnnnnnnnnnnnnnncgtttgaggaatt;^ 

AAAAACTAAGACCTAGAATCTCACCACATAACCAGCTGTTTCAATTTTTC 

CATATTCCTATTTAGTTGTTGTTCATATGCATACACAATTTTTACATAGC 

TATAATCACAGGACAACACAAATATGTAATTAGTTCTTTTGAATTAGAAA 

AATTACAAAGGGCCTATGTAAAATGCAAACACTCCAAAGCATATAAAGAA 

AACATGCAGTTTCCCGCCTCCCGTTTCCCTTGCCAGAGGTAACCACGGTT 

AGCAGTTTGATGAATAGATAGTTTTGTAGTTGGCTTTTTTTCTTTTTGGC 

CTATCATCAATACATTCATATATAGTCTTGATAATTACCAGTTACTGTCA 

CGTTAATTGTGTGCAGT^TCATCCTGTGATTATCCTTCCTTCTAACTAAT 

CTAGATTGAATCTGATGAGAGAAATTCTGACATATATGTACAAATTAAAT 

ATTGTCTGTTTTATTCCAGCATAAAGTGCTATAGCATTTCCCAAAGCCCC 

AGTACAGCTGTATTAATAGGTAAACTTCTCTAGATAGAACAAAGCAGTAG 

TCTAGAATCTCTTGGTATAATTTCCCTTATATAATAAAAGTCTCTCCCCC 

AACTCTCCCATCTCCCTCTTCCTGTATGACTTTGTTTAAACCCATGTTTC 

AGCATTTCTACAATTTGTATTGTAACTATCTGCATACACAGACACCACAG 

GGTCTGACTTGGAGTTATGTCTTTCGTNNNITONNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNAATCAGAATTTCTCT^ 

AGCCCTGTGTTTGTGGAAATCTCAGTGCTTTATGTATTGATTCATTTTGC 

TGTCAG {SEQ ID NO . : 3) 



>CEGP1 intron 6, 716 bases 

GTGAGTGGCAACCCCAACACTGAGTGAGGGTCTGCACCAGCCTGCCTGTC 
CCTACCCCTACCCCTTAATGGTGTTTAGCACAGATGCAGGCTGTTTCCTG 
TGCATTTGCCCCCCCAGCAGGCCCTGTGCTGCTTCGCATGCTACAGTGGG 
AGTGGTCTAGGCCTGTGGGGAAGGCCCCTCTCTCCCTGTGTGACCTTGGG 
AAGCCCTTCCTCCTCTCCTGGACTAGGCTGCTCCTAACGCTGGTATTCCA 
GAGACTGGCACAACACCTCCCAGGAGGCCAGGGCAGCACGAAGTTAGAGC 
TGTTTATAATGATGCGGCACTTCTGGCCAGCAGGAGCCAGGGCCGTATAT 
TTCTGGCGGGATGCCTGCCTTGCCCTTCACGGTGTGTCCTTCACTAGCTC 

CATTTTAGAGGTTTCCAGGCCCAAGGCTCTTTTTCTCCTCGACTCAGGGG FIG. 1 D 

ACTGAAGCTTGCATTCCCTAGTGTCTCTTTGGTCAGTGCAATATACCTCC 

AAAATCTTTTCCATGTTTAATGTTTGCTAAGGATCTGTGGCCCTTTAACG 

GGCTGTGTCTCCCACAGAGCCTCATTACAACACATTTTTATTGCGTGAAC 

AGAGTCACATATCTTTCATTCCTCTTATGTCTGGGATTTCAGCAAACACA 

GTTGTATGGGGATGAGCAATCTAACTCATTCAGTCTGAGAACCGTGCTCT 

TTTGCTTCTCTTGTAG (SEQ ID NO . : 4) 



CEGPl intS.l 



>F0XM1 intron 3, 2041 bases 

GTAATGTGTCCCACAGCAACCAAAATCAAGGTCAGCCCAGCCTGACAGTC 

TCTCCAGTGCTGTACTGCAACTTGTATCTGGGACAGCAGTTAAGTGCAAA 

GGACACTAGAATGATAAACAAATGTATCTTTTAGATTGTGACTCAATCTT 

ATTGAATCCAGGCAAAATCATTAAGAAGAGCTCCTTAACTACTTCATGTG 

TTACTACCTAAAGTCCATGGAGGGTCTTCAATGTAGCACTCAAGCCCACT 

TTTCTGCTACACTCAACAGCCGTCCTAGATGCCAGCAGCTAGAGTGGCTA 

AGTAGTTTTATGAAAATGTCTTGATTAAAAAAAAAAA TGCTGTCTGTGAG 

CCTCATGACCCAAGATGTCATCTCCTGTAGCGTCACATAGCATTTCTAGT 

GGGCAGGGGTrrTCCTTTCACTTCATTCATGGAAAGACCGAGATGCCTGT 

GAGTCAACATAGCTCACGCAGTTGGTCGGTGTCAGAGCCACAAATGAGGT 

CTTCTGACGGGTGCTCAATTCCAAGTCAAGTGTGCTTTGTTTTCCTCATG 

GTAGAACTCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 



F0XM1 int3.2 
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NlINNNNNNNNNNNNNNNNNNN^ FIG, IE 

NNNNNNNNNNNNNNNNNNNNNNNNNl^^ 
NNNNNNNNNNNNNNNNNNNCCTCATGGTAGAACTAT 
NNNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNNNNNNNNNNNNN^^ 
NNNNNNNN^^^INNNNNNNNNNNNNNN^ 

NNCATGGTAGAACTTTTAATTTTACTCCCTTCCATCAGCTTACTTTCCTA 
GNNNNNNNNNNNNNKNNNNNNNNN^ 
NNNNNNNimNNNNNNNNNNNNNNNIOl^^ 
NNNNNNNNNNNNNNNNNNNNNNNNl^^ 
NNNNNNNNNNNNNNNNNNNNNNNl^^ 
NNNNNNNNNNNNNNNNNNimNN^^^ 
NNNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 
NNNNNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNNNNNN^^ 
NNNNNNNNNNNNNNNNNNNNNNNK^^ 
NNIWNNNNNNNNNNNNNNNNN^^ 
NNNNNNNNNNNNNNNNNN^JN^ 

TAGTTTCTTAATTTCTCTGAGCCACCTTTCTTGCTATTGATCACTACCTC 
ACAGCCTTACTCTGCTTTTCTAGCCCCTGACAGCTATCTAGGTCTTTTCT 
TTATCACAATCTAAGGTTGGCATCAGTCTTTATTCCCGTAG AATAGATGG 
GTTTATGGCTGAAGGTGACGGCTCTGCGGTGTGGAGTGTCAGGAGAGTTG 
CCAAGAGGGCTGCAAAGACACCAGACGAAGCCTGTGCTGAGCACAGTGGG 
AGGGGCCTGAGGCTGGTTTCCCCATGTGTTTGAAGGGTGATGTTTCTGAA 
TCTAAAGTAGCTGATAACCAGTTGTCTTGCTCTTCTTCCAG (SEQ ID NO . : 5) 



MGB-FOXMl int3.2 
(underlined) 
FOXMl int3.1 (bold) 



>F0XM1 intron 4, 993 bases 

GTGAATGCCCTGCTTTCCTCTAAATAGGGCCTAAGTTGGAGGTTGTCATA 
G CCATCTCAAAAGGAAACAAGTTCTGCTAGTGATGCTTTCATTTGATCAG 
GGGAGAGTTAGAAGCCAGCCACCCA ATTAGTGACTTGCACAAAACCCAGT 
GAATTAAGTACACTTGACAAATACCAAATGACACATTTTTGTGCCAGACC 

AGAGCAAGGAGAAGGCTGTTCTGACCCAACAGAAAGGGCTCCCCAGGGNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNN^ 

AAGAAATTCTGGGAATGCTTGCTCTAAAAAAAGCCCTTCCTNNNNNNNNN 
NNNNNNNNNNNNNNNNNNNNNNN^^ 

^^^NNNNNNNNNNNNNNNNNNN1^^ 

NNNNNNNNNNNNNl^NNNNNNNNNNN]^^ FIG. IF 

NNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNNNNNNNNNNNNNNNN^ 

CCTGCCTTAGGCTGGAGACCAGAAGCTGAGCTACCAGAACGTCTTTTCAG 
AAAGAAGTTATTTTGGTTTTTCAGAGTGCCCATAAGGCTGCTGGTAGCTG 
TAACCATTCTCCTGGGAGGGGCAGTTGTCTGGGGTGTCTTTTGTCATCAG 
TCAGGAATAAGTGTTTTTCCCAATCCGGTCAAATTGACCACGTTGGTGGT 
AACTTCATCTCATTTCTCTCCCACAATGCCTGGCCGCCACCAG (SEQ ID NO . : 6) 



FOXMl int4.1 (underlined) 
FOXMl int 4.2 (bold) 



>F0XM1 intron 5, 602 bases 

GTAAGGTTCTTTCCCTCTGGCTCGGGGCTTGGCCTTGTTTTCCTTTCACT 
GCTCAGCATGGCTTTAGTGGACAGAGACAAGATGTGATGTGGGGAAGGGT 
CCCTArGGCCATGTTTTGrCTAGGTGCCAGCCCTAGACACAGAACACCCT 
GAGGGTCAGGCACACACCCACTTCCCTCCCCTTCCATGGGCATCACAAGG 
GCACACTGAGCAGAGCAGGGCACAGCAGGGGAGCATGCTGCAGCAGCCAC 



MGB-FOXMl int 5.1 
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AAGCGCATGGCACCAGCCTCAGGGGCGGCAGTTCGTTCGCTCACTTTTGT 
GCCTAGCTTTTCTTTGCCACGCATATAGCTACCTGCTCTGGCATCCCCCA 

GGGGTGTTGAGGACACGTGGGTGAAGCGGTAGTGCCACTCTGCCATCATG FIG. IG 

TGTCTGTAGGCCACCCACCTGCCCACTCATCACAGTTTTGGAGACTGCTC 

GCCTACGTCCATCCCCTCAGGTTGGCCTCCTCTCTCTGGGCTGTCATTAA 

CTCAAGCACACACCACCAGAGCAGCTGGTGGGGTTTTGCCATCCCCTCTT 

TACCTTATTGTGTTAACATAGGTTTCTTTCTCTCCCCATCTGCCACAAGC 

AG (SEQ ID NO. : 7) 



>F0XM1 intron 7, 4656 bases 

QTGGGTGTCCTATTTTCCTCTGAAGAGAGATTCTGGCCAATTAAGAATGT 
TGGACCTrCAGCTTGCAAAGCACTCTGATAAGTGTTCCTTGAGAGCTTAT 
AAATCTAGTTGGGTAGAAAAGGCATAAAAACATAGGGAAGTGTAATAGCA 
TTAGAAGAGCTAAAAAGGTATTTGGATTACAATGTAAGTGGTGTCAGAAG 
GCCCATAAATACCTGATGAGCTTGTAAGAATTCAGACAAAAGTGATTGTG 

ATAGATGGGCTAGGATTATTAAGGAAGATACACAAGGGAGGCAGGCCTTA 

GAAAGAGATGGATTTNNNNNNNNNNNNNNNNNTO 

NNNNNNNNNNNNNN1«JNNNNNNNN^^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNl^NNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNmNm 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNK^^ 

NNNNNNNNNNNNNNNGTGGATTTGAimJN^^ 

NNNNNNNl^mNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNN^^ 

AGGTGTAGAGAGAGCATGCTAATGGGCAGTGCCATGGAGGCGGGAAATGC 

AGTTCGTACCTGGCAGTAGTAAAGTGACTGGGTCAGACTAACTNNNNNNN 
NNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNITONNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNGTCTAGCTTGAGGGGAAGGTGAGAAGGGTAAATTCAGAGCC 

AACTTGGATCAGCCATCAGATCTGCACTTAACACTGTTAAAGGGTTCTGT 

GAGTACGGGCTGACATGTAACCAAAGTGAAAAGCTTCCCCCATCCCCTTC 

AGAGAGATGAAAATAGCATAGAGTCTGGAGTTTAGAGCGACTTGGGTTTG 

CNNNNNNNNNNNNNl^JNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNITNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNXONNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNimNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNN^^^ 

NNCATATTACACACAAAATTATACCACACATACATAATTTAGCGTAAATT 

CATTCATGTGGCCGTAGCATGTGCCCTGTTTGGGTTTTCATGCAGTGGGT 

TTTCTCCCCTTTCCTTTTTGGCTCCCTCTCCACCCTACCATCACCCACAT 

CACCCCTACTCCCAAGATAACTGGTTGATAATTTATGATGCTTTCTTGCA 

TATTTTATCAATGCTCTTAGTTATACTATACATGTATAGCGATAGCCATT 

TTATATGTACACATACAACACACAGAACATTGATNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNm 

NNNNNNNNNNNNNNNNimNNNNNNN^ 

NNNNNNNNNNNNNN^fNNNNNNN^^NN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNim^ 



MGB-FOXMl int7.1 



FIG.IH 



MGB-FOXMl int 7.2 
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NNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNJ^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNlSnSINNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNl^JNNNNNNNlSn^lSnS^^ 

NNNNNNNNNNNWNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNl^JN^ 

NNNNNNNNNNNNNNNNNNNNI^^ 

NNNNNNNNNNNimJNNGTTATCAATTTGTGAGAGCTCNNN^^^ 

NNNNNNJnSTNNNNNNNNNN^^ 

NNNNNNNNNNN1JNNNNNNNNNNNNNNNNN^^^ 

IMmNNNNNNNNNlSn^NNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNlSnSTNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNlSn^^^ 

NNNNNNNNNNNNNNNNNNNNNI^^ 

NNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNI^^ 

NNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNN^ 

TAAAATAATCTTCTTTCTTTTATGCTGAAGATATTTTTCTACTTCTATTG 

TTTATCTCTTTACNNNNNNNl^NNNNNiraNNNN^ 
NNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNNNNNNNNNNNNNNNN^ 
NNNNNNNNNNimJNNNNNNNNNN^ 
NNNNNimNNNl^nsn^NNNNNN^^ 

TTGTTTATGGTATCTCTTGCCACAGTAAAATTTTAAAGTTTTATGTAGTC 

AAATGTCTCTCTTCTCTTTTACAGTTTCTGGGTTTCCAGTCTTGGTTAAG 

AAGGTCACCCGCACCCTCAGATTGTATATGTAGTCTCCTAGATTCTCTTT 

CAGGATTTGTATGATTTTAAGGTTTTCATTTTTTTTTTANNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNIOTNNNNNNNNNTAAGGTTCTTA^ 

TTGTATACAGTGTAAGACAAGCATGCAATTTTATTTCCTCTCGGATGAAT 
GCTATTATAATTATGCCACTACATACTACATACCCGCATCTTTTACCCCC 
AGAATTGAACTACCAACTTCAACATACATCGTATTCTCATATTTAATAGA 
TTTTAAGACTTCAAAACGACACAAAGAGGArCAGAACCCGTATGTGATAT 
TTTTGTGCGTCCTGTCTGGTGACCGTTGGTTCACCTTATCTCTGTTTCCC 
TTTCAG (SEQ ID NO . : 8) 



>PRAME intron 2, 614 bases 

GTAAGTTCGAGCCCTGATTCCTCCGCTTCCCCGCAGGGTGACCTTGGGCT 
TGTGCCCCCGGCACCACCCCTGTCCCGGGTCCCTGTTTTCTCTCTGGAAA 
TGGGTTGAAGACCAAAGAAAATAATGTGCGCCACTTGGGTCACCCCGGGC 
CGCCTGCCCCGGAAAATTGGCCCCAGTTGAGGAGTTGTGGCTGTAAGGAT 
GCCTTGAACCGAGGCGGCGGTGCTCGTGGTTGGAGCTCTCCAGGGTGGGT 
GCGCATTTGTAATGCGGTGGATGCTCTGGGACTCGGCCCCTCTGAAGGTG 
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CTGGGGGTTGGGGACGGCCCAGGCAGTGGCGTAGGCGTCCTAGGAAGGCG 
GGAGCAGAGGCAGAAATGTCGCTGCAAGACCGTAGTCAGGGTCCTTGACC 

ACAGGGGTCACTTGTGACCAACCACATGGTCTGTTGTTCCTCCTGCCCCC FIG, 1 1 

TGGTTCAGCCCAGGAAACACTGGTGCTCAGGTTTGGAGCCAGAGATTTGC 
ACTGAAAGGGCGGGATTGAGTCGCCAGTTGTCAGTTTCCTCAGCAGTATT 
TGCGGAGGTTTTCACAGGAGGCCGTTGCTTCGTAAATATTATACATGTAT 
TCTTCTTTTTGGAG (SEQ ID NO. : 9) 



>PRAME intron 4, 432 bases 

GTAAGGGTGACCTAGCAGCTTGGTGTGGGGCCCTGGGAACCTGAGCAGGA 
TGCAGCTGGGGTCAGGGAGCATGGAGCGCCTAAGGCTGGGCCAGAGGCTC 
TGATGGTTGCCAGCAAGGAAGTTCAGGGAGGCCTTGGGGCTACTGCAGGG 
GTCACTCTTGGAATGGGCTTCTGGACATGGGGCACTGATTAAAATGCAGA 
GGTGTCTGAAGGAACATGCACCTGCTTCCTCCTGGTGGGGTGGGAATTGG 
GGACCAGGAAGGATCCCAGGATCCTAGTGGGAAAGGGAGCAGCTGATGCC 

TGAAGTACGAAGTAAAAGTGCAGATCTAAGGTGGATGTCTGTTTGGTTCT 
TACCTACATTATGAGACTCATGGTCTTATTTTGAGTTGATCTTAAAGCAT 
CATCTCAGCTAATTACCTGTTTTTCCCCACAG (SEQ ID NO. : 10) 



MGB-PRAME int4.1 



FIG. IJ 



>STK15 intron 1, 3740 bases 

GTACAAGGGGTTTGTTGAGTGGTGTTGACATGCGCGGGAGGGGTGGGTGG 

GCTTCAGATTGGATTTTGTCCTCCGAGATCACCNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NGGTAAGCGTACGGAGAACTTGCAGCTGGGGTGGGTGTTACAGAGGAAAA 

GCAGGAGTGCGGTTTAACGGGGGCCGCTTTAGATAGAATAGCCTAAGAAG 

GCCCTTGTCCTGGCTGGATGAGTGGGTGAATTGATGAATGAGAACCTCCT 

TGCAGAGGCCTTCCCGGTCCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

ACCGGTGCATACAAATCGTCTGGGGACGTTAAAATGNNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNCACTGTCCTTAACTCTCGTAA TGTCrCTTCCTCTT 

CCGTAACCTTCCTTGTCCCTTGAATTAAACGTTTTTCAGCAACCTACTCA 

GTTCGTCCTTCCCTTCATCTCTGCAGACATGCACAGGTCTGAGGGAGGAA 

GGAATAAACCGTATAAACCTCCTGCGCTATTAGCCTAACAGCTTTTCTAT 

TCAAAATAGTAGGACTTCTGGTTTGAACTGAATGGATCCTGTGAAAGTCA 

TCNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

CTTGGCGTTGTCTCCAGAATTCTGGATTAGAATCTTATTCCATTCTGCTT 

GTTATTCAATTTCCCTAGAAAGAAAGGTAGAATAAATTGGAGCAAATGCC 

TGTAGCTTCTGTCAGAAGAATGTTGAATAAATGTTGTTAGGCCTATGTGA 

TCTCATTAGACTGCTACTTAGAATTGTAAGGGAAGTAAAGCATTAGAGCA 

TGTGTGAAATTAAATATTTGATTAACACAAGTGTGCATTTCCTTGTTGCT 

GTTTATCAACTTTTACTTACCCACTGTTTTTTTATAAGGGCTGCAGCCTG 

TAGTCTGGGCCTGGCTTCATCATGGAATTATTTGCTTAATTGTAAAATGG 

TAATCTTAANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNGGATATTTGATAAGAAACTTCAGTGAANNNNNNNNNNNNNN 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNm 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 
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NNNNNNNNNNNNNN^nSTNNlSn^^ 

NNNim^NNNNimNNNNNN^^ 

NNNNNNNNNNNNNJmNNNNNNNNNm 

NNNNNNNNNNNNNNNNIOTNNI^^ 

NNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNN^^^ 

NNNNNNNNNNNNNNNNNNNNNNNN]^^ 

NNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNK^^ 

NNNNNNNNNNNNNNNNNNNNISM^ 

NNNNNNNNNNNNNimNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNimmNNNNNNNl^^ 

NNNNNNNNNNNNNNNNGGGANNNNN^^ 

NNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNIS^^ 

NNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNimNNN^ 

NNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNN^^^ 

NNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNl^^ 

IPJNNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNimJNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNlsn^J^^ 

NNNNNNNNNimmNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNGCAGGGAAAGCACATGCCTGTCCCTCCCTCATT 
AGCTTCATTTGGACAAAACATGTAAAATCCGGTGTGTTGTGGAGGCCTTT 
TGATTGGGGAACTGTAACGCTGCCTATCGAGCAACAGCACTTTAAGCAGG 
TGGCTTTGTTCAAATTAAAGGTTCTTCTTTTTCTTTTCAG (SEQ ID NO. : 11) 



>STK15 intron 2, 1622 bases 

GTAAATTGAATAATCTGTAATCTCATTCACA TTTATAAACCCACATGGAG 
GTTGGTCTTGTCGGGAATTCTTTCCGCCTTTACTTTGGATTTPiAATTTAG 
ATCCCTTACTGTGATCCTGGATATGAATTAGTCACTTTTCTCGTGTTCAG 
TAACATTTTGCTGCTTCTTAGAGTAGCTTTTTTGTTCTGCTTTGTCTTAT 
AATCGGCTGCTTAAGTTTCTATATCCCTCCACTGTATGCAGGATAATAGT 
AATAATGCATCTGGCAGGAGTTCAAAACTTTTAAAATTGGCCATAAATAT 
AAAATAATTAGAAAAAGGCTACCTTGAATTACTGTATTTGATTCTAAGTT 
CCTATGATAACGGCCATTTAAAAAATTGCTCTATATTTAAAATGTTTCTT 
TTTATTTGTCTTTGTCTGAATGCCTGCTGCGTTGTGGACAGTGTGCTAAT 

TTCAGGAGTAACTGACTTTGTATTTGGAAGTCTTAACACCCTCTCTTTGT 
AGAGCACTCATACCGTTGAGCTGGGGATGGACTTTGAGGCTTTCATTTCT 
AGCACTTGTCCCTCACTTACAATGAGCTGTTGAAGCTGAAGGAAATCTCA 
TCCCTCCTACCCCTTTTAGTTTGATTAGCTGAGGGTGTTAGAGTTAACTT 
AACAATTTAAGGTTGTAATACAGTACTTACAGGCGTATAAATAATACATT 
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TCAANNNNNNNNNNNNNNNNNNNNNNN^ 

NNNNNNNNNNNNNNNNNN^^ 

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNl^^ 

NNNNNNNNNNNNNNNNNNNHSn^^^ 

NNNimNNNNNNNNNNNNNNNNm 

NNNNNNlSnsnSTNNNNNNNNNN^^ 

ATACATTTTAGTAGTAACTTTGTGAAGTGTCTACATTTGTTTCCTCTTTG 

TCAGTTTTTTGCTCAATTCCATTTTGTCAATACTTGGAAAATGAAACATT 

GGTTAATCAATAGTACAGTAATAAGCTTATTGTGGAAAATCTTCGATATA 

TGAAAACTTAGACTCTTCTAAAACTTCATGAAGATAATACCACTGTTGAA 

CGTTTTGACGTATTTTTTTTTGGTCTTTTTCTTAAACGTATATTATCAAA 

GAAATTTCAATGGAACTGAGATTTTGGCATAAAGTTTTTGTATCATAGCT 

TTTTGCCAAATAGCAATGTAGTGTCTATTTCCAAATTATTGAGAAATTTT 

AGAAAGTGTCTCCTTCATTAATGGATATTTGTTAATAAAGCATGATTTTT 

AGGGGTGAGGAATTGGAGGGGATAGAAGGTATCATTCAGGTATTCTTAGC 

CACATACTAACTATCCTCTGGAGGTACTGATTAAAATACCTTTTCACCTT 

CCATCTCTTATCAGTGACATTCATTATTTTGCTATACTAGAGAACAAACT 

TTGTGAAATTCTCAATATATTCATCTTTTGCTTTCATGAATGCCAGAAAG 

TTTATTTTCTCTTCCATTCTAG 

(SEQ ID NO. : 12) 



>STK15 intron 4, 1093 bases 

GTAAGCTTTCTTATTTACAAAGTTCTGTACTGTTCTACTAGAATATATTA 
TTTCGTTGCAAATTTCGTTGTGGGAACTCTGGGGAAAAAAATGAGGCCTT 
TATTTGCATTTAGAGGATATAAATGTTTCCAGATTTCCAATCTTAAAAAA 
AATGGAATTTTGTGTAATGAGGTATTTTACTAGGAACTCAAGTGCTTTAA 

AAAATGGCTTTCAAATTTAGAAAAAGCTTGTATGAATCTTTTATAGAAAT FIG, IM 

GTGTGGAAGTTCCTCTCTGTCCTTAGAAATAACCACTACATATGGTTTAT 
GCGTCTGTACTTTTTTATTGTACAAAAGTGCAAGTTTTTAAAAAATAGAA 
TATGTTGCAGAACTATATACTCATATATGACTGAGGGTTTTGACAGTATT 
ATAGTTTTAGTTCTTTATTGTAAAGGTTGGCTGTAATGTCTTCCCCAGGG 
CTTTTCTAAAAGCCTCCTCTCAGTCTCTGAACTATCTGGACTCTAGAATG 
TACCGGGAGGAGCGAGGAATGAACCCACAGACTCTTTTGCTTTTAGCGGT 
CTAACAGAGGCTAAGAGTCTAAATCCACTGGTTCTCATGCCCChGCTAGC 
CTGTGGGCTCCATCCCGCTTCCATTAGTAACAGTGGCTCTGTCTCCACCA 
CCAGAGTGGTTCTCCACCCAGAGAGAATTAGCACCTCTGGGACTGGAGGG 
AGCAGCTGGGGTTAGTTTGAAACATGCCCCCAGATGGTCTGGAAGCATTC 
CTCCCTCTCTGGTCACTTATCCTTTTTGTGGTCTTCAGCGTTGTCATGGC 
CCTGTTCCTCTGAGCATAGTACGGGCTTGGGACATTTCCCATAGAGTGCT 
TCAGGTCTAAAACCCGAGACTGCTCCTTGTCACTGACTCTCACACCTGAC 
GGCAGCTAGGGACGTCAGGGTTTCATGTCGTGGCAGCTCTTTGATAGTGG 
TTATTGCCTTGGTTCTTGCTGAGGATGCATATTGAGTGAAGTTGGAATAC 
GAAATTATTTGTAGAATGTGTCTGCTACTCATTGAAAATTTGTTAGAAAA 
GCTTTGTTTTCTTCACATTCTAAAGTGTTCAAATTCCTCCTAG 
(SEQ ID NO. : 13) 
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